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<210> 1 
<211> 35 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 1 

cggaattcac aatatggaga aatcaacaat gtcag 35 

<210> 2 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 2 

cggaattctt cacatggact cttgaatatt atg 33 

<210> 3 
<211> 64 
<212> DNA 




1 



I 1 



<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 3 

gaagatctga attccatgga gaaatcaaca atgtcagtta tactatttgt gttgcatctt 60 
cttg ~ 64 

<210> 4 
<211> 68 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 4 

ctatttgtgt tgcatcttct tgttcttcat cttcagtatt cagaggttca ctcgcttgcc 60 
aatacttc 68 

<210> 5 
<211> 67 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 5 

gttcactcgc ttgccaatac ttctgctcat gattttagct acttgaagtt tgtgtacaac 60 
gccactg 67 

<210> 6 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 6 

gatgtattgg aagagaagag gatcttctct act 33 

<210> 7 
<211> 56 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 7 

gatcctcttc tcttccaata catcaaattt gtcagctatt ggagtcatat atacgg 56 

<210> 8 
<211> 66 



2 



1 1 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 8 

caaccggatt gacctttctt gcaggatttg aaggcccaca taccttccta acatcagata 60 
gaagcc 66 

<210> 9 
<211> 73 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 9 

gaagatctgg aattcttcac atggactctt gaatattatg aatagcctcc aaccggattg 60 
acctttcttg cag 73 

<210> 10 
<211> 114 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 10 

tcgaattcga gctcggtacc cggggatcct ctagaaataa ttttgtttaa ctttaagaag 60 
gagatataca tatggagaaa tcaacaatgt cagttatact atttgtgttg catc 114 

<210> 11 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 11 

cgaattcgcc ctttcgcatg ctcacatgga ctcttgaata ttatgaatag cctc 54 

<210> 12 
<211> 72 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 12 

cacgaattca tcatgcagac tctccttgtg agctcgcttg tggtctccct cgctgcggcc 60 
ctgccacact ac 72 
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<210> 13 
<211> 75 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 13 

tgcggccctg ccacactaca tcaggagcaa tggcattgaa gcctacaacg ccactgatac 60 
aagctcggaa ggatc 75 

<210> 14 
<211> 51 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 14 

gaattcgcat gcggccgctc actgcattga cctttcttgc aggatttgaa g 51 

<210> 15 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 15 

actacgaatt cgaccatgga gaaatcaac 29 

<210> 16 
<211> 52 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 16 

cagaattcgc ccttgtgcat gcatcgatta aagaaccaag gatgctgctg ac 52 

<210> 17 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 
<400> 17 

actacgaatt cgaccatgga gaaatcaaca atg 33 
<210> 18 
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<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Synthetic oligonucleotide primer 



<400> 18 

atgctgctga cttgagggaa tc 

<210> 19 
<211> 2162 
<212> DNA 

<213> Prunus amygdalus 



22 



<400> 19 

ggaattcaca 

gttcttcatc 

tttccatctt 

cacaagtagt 

tcacatatat 

ctcggaagga 

agcaacttta 

atacccgaac 

aaagacgcca 

cctcggtggc 

tagtcaaaca 

agacgccatt 

cttggaggcg 

actcaccggc 

taaaggagac 

ctcttccaat 

atgctgcact 

ctcatatttc 

gtttagtttg 

atatatacgg 

attgttagtg 

gagtcttacc 

tttgtgtatg 

tctgttgtaa 

ccattttcca 

acttttgctc 

aattcatcat 

acagaccttg 

gcattagaac 

gtacctttgc 

gtagcttcat 

ttccgtgtta 

ccaaacagcc 

aaccactaga 

ttttttatta 

aagaaaggtc 

eg 

<210> 20 
<211> 559 
<212> PRT 



atatggagaa 
ttcagtattc 
cagtattcat 
gcaagaaaca 
tttgeagatt 
tcatatgact 
tcagaaaaat 
acgttgactg 
gttgaaaggt 
acgaccataa 
ggaattgaat 
gtggtcaagc 
ggtattcttc 
tcaacttttg 
cctaataact 
acatcaagta 
cgaaaattat 
ccttccatat 
acaataatta 
attctgatgg 
cagggacaat 
tatcttctct 
acaatcctcg 
ctgttttagg 
ctccaccctt 
atattgttag 
ctgacgtgag 
ctaattgtgt 
catataaagc 
cagagaacca 
actggcatta 
tggggatcaa 
atcctcaggg 
gattctcaat 
atccttaaaa 
aatccggttg 



atcaacaatg 
agaggttcac 
ttaacagcaa 
agctaattta 
ttagctactt 
acattgtaat 
acaaggtget 
cagatgggtt 
tcgtgtccga 
teaatgeagg 
gggacctgga 
caaataatca 
cagacaatgg 
acaataatgg 
tgctagttgc 
tgttgcatca 
tattttatca 
ttcccaaatt 
taagctattc 
aaactctcat 
cggaacgcct 
caacatcaca 
taatttcatt 
cattagaagt 
tagtcttttt 
ccaagttcca 
aatcgctcca 
tageggcatg 
tcgagatgtg 
aacagatgat 
ccacggtgga 
ageattaege 
cttctatctg 
attttgttgt 
ttttgtgttt 
gaggctattc 



tcagttatac 
tcgcttgcca 
aatgtgtaga 
gatgcatgtt 
gaagtttgtg 
cggtggagga 
tcttctagaa 
tgcatataat 
agatggcatt 
cgtctacgcc 
tttggtcaat 
atcttggcaa 
atttagtttg 
aacgegacat 
agttcaggcc 
gtgatattta 
ttttaaaata 
tccataaaca 
tetaatgeag 
caggcatttg 
cagcttctac 
gttgttcagc 
aatattttgc 
gattattatc 
cctacaacat 
ggaccattgt 
aatattaaat 
aagaagcttg 
ctgggaattg 
gcatccttcg 
agccttgttg 
gttgttgatg 
atgttaggaa 
tgttgtaatg 
tgcgcaggta 
ataatattca 



tatttgtgtt 
atacttctgc 
tttataatta 
gaaaaaaatc 
tacaacgcca 
acatcagggt 
agaggcacta 
ctgcagcaac 
gataatgtgc 
agagctaaca 
aagacatatg 
tctgttatag 
gatcacgaag 
gcggctgatg 
tcagtagaga 
atggtagctc 
ctaacagaat 
aaacttccca 
atttgtcagc 
tacgeggtaa 
tacttagtgg 
cgaatcctta 
ccccaaatcc 
aagtttctct 
cttaccccct 
ctcatggttc 
tcaattacta 
gtgacttatt 
acggtttcaa 
aaacattttg 
ggaaagtgct 
cctccacttt 
ggtatgtgat 
aactctctgc 
tgtgggcctt 
agagtccatg 



gcatcttctt 
tcatggtaaa 
agaaaactga 
tttcatctct 
ctgatacaag 
gtccattggc 
ttgetacaga 
aagatgatgg 
gagecaggat 
tttcattcta 
agtgggttga 
gagagggatt 
caggaactag 
aactgettaa 
agatcctctt 
ctagtttgtc 
agtgtgaagt 
attctccttc 
tattggagtc 
eggagaagtt 
cgttggacca 
tgttgggcag 
aattgaagee 
gtcaagcttg 
cccaaattcg 
tgtcaegcta 
ttcaaattcc 
aaggacaaag 
ttatttggga 
tctagataat 
tgatgacagt 
cccttacgaa 
gcacacttcc 
cgcattgctc 
caaatcctgc 
tgaagaattc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2162 
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<213> Prunus amygdalus 



<400> 20 

Met Glu Lys Ser Thr Met Ser Val lie Leu Phe Val Leu His Leu Leu 
15 10 15 

Val Leu His Leu Gin Tyr Ser Glu Val His Ser Leu Ala Asn Thr Ser 
20 " 25 30 

Ala His Asp Phe Ser Tyr Leu Lys Phe Val Tyr Asn Ala Thr Asp Thr 
35 40 45 

Ser Ser Glu Gly Ser Tyr Asp Tyr lie Val lie Gly Gly Gly Thr Ser 
50 55 60 

Gly Cys Pro Leu Ala Ala Thr Leu Ser Glu Lys Tyr Lys Val Leu Leu 
65 70 75 80 

Leu Glu Arg Gly Thr lie Ala Thr Glu Tyr Pro Asn Thr Leu Thr Ala 
85 90 95 

Asp Gly Phe Ala Tyr Asn Leu Gin Gin Gin Asp Asp Gly Lys Thr Pro 
100 ~ 105 " 110 

Val Glu Arg Phe Val Ser Glu Asp Gly lie Asp Asn Val Arg Ala Arg 
115 120 125 

He Leu Gly Gly Thr Thr He He Asn Ala Gly Val Tyr Ala Arg Ala 
130 135 140 

Asn He Ser Phe Tyr Ser Gin Thr Gly He Glu Trp Asp Leu Asp Leu 
145 150 155 160 

Val Asn Lys Thr Tyr Glu Trp Val Glu Asp Ala He Val Val Lys Pro 
165 170 175 

Asn Asn Gin Ser Trp Gin Ser Val He Gly Glu Gly Phe Leu Glu Ala 
180 185 190 

Gly He Leu Pro Asp Asn Gly Phe Ser Leu Asp His Glu Ala Gly Thr 
195 200 ~ 205 

Arg Leu Thr Gly Ser Thr Phe Asp Asn Asn Gly Thr Arg His Ala Ala 
210 215 220 

Asp Glu Leu Leu Asn Lys Gly Asp Pro Asn Asn Leu Leu Val Ala Val 
225 230 235 240 

Gin Ala Ser Val Glu Lys He Leu Phe Ser Ser Asn Thr Ser Asn Leu 
245 250 255 

Ser Ala He Gly Val He Tyr Thr Asp Ser Asp Gly Asn Ser His Gin 
260 265 270 

Ala Phe Val Arg Gly Asn Gly Glu Val He Val Ser Ala Gly Thr He 
275 280 285 
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Gly Thr Pro Gin Leu Leu Leu Leu Ser Gly Val Gly Pro Glu Ser Tyr 
290 295 300 



Leu Ser Ser Leu Asn lie Thr Val Val Gin Pro Asn Pro Tyr Val Gly 
305 310 315 320 

Gin Phe Val Tyr Asp Asn Pro Arg Asn Phe lie Asn lie Leu Pro Pro 
325 330 335 

Asn Pro lie Glu Ala Ser Val Val Thr Val Leu Gly lie Arg Ser Asp 
340 345 350 

Tyr Tyr Gin Val Ser Leu Ser Ser Leu Pro Phe Ser Thr Pro Pro Phe 
355 360 365 

Ser Leu Phe Pro Thr Thr Ser Tyr Pro Leu Pro Asn Ser Thr Phe Ala 
370 375 ' 380 

His He Val Ser Gin Val Pro Gly Pro Leu Ser His Gly Ser Val Thr 
385 390 395 400 

Leu Asn Ser Ser Ser Asp Val Arg He Ala Pro Asn He Lys Phe Asn 
405 410 415 

Tyr Tyr Ser Asn Ser Thr Asp Leu Ala Asn Cys Val Ser Gly Met Lys 
420 * 425 430 

Lys Leu Gly Asp Leu Leu Arg Thr Lys Ala Leu Glu Pro Tyr Lys Ala 
435 440 ~ 445 

Arg Asp Val Leu Gly He Asp Gly Phe Asn Tyr Leu Gly Val Pro Leu 
450 455 460 

Pro Glu Asn Gin Thr Asp Asp Ala Ser Phe Glu Thr Phe Cys Leu Asp 
465 470 475 480 

Asn Val Ala Ser Tyr Trp His Tyr His Gly Gly Ser Leu Val Gly Lys 
485 490 495 

Val Leu Asp Asp Ser Phe Arg Val Met Gly He Lys Ala Leu Arg Val 
500 505 510 

Val Asp Ala Ser Thr Phe Pro Tyr Glu Pro Asn Ser His Pro Gin Gly 
515 520 525 

Phe Tyr Leu Met Leu Gly Arg Tyr Val Gly Leu Gin He Leu Gin Glu 
530 535 " 540 



Arg Ser He Arg Leu Glu Ala He His Asn He Gin Glu Ser Met 
545 550 555 



<210> 21 
<211> 1632 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of the artificial sequence: DNA coding for hybrid protein 
PamHNL5xG0X 



<400> 21 

gaattcatca 

ccacactaca 

ggatcatatg 

ttatcagaaa 

aacacgttga 

ccagttgaaa 

ggcacgacca 

acaggaattg 

attgtggtca 

gcgggtattc 

ggctcaactt 

gaccctaata 

aatacatcaa 

caggcatttg 

cagcttctac 

gttgttcagc 

aatattttgc 

gattattatc 

cctacaacat 

ggaccattgt 

aatattaaat 

aagaagcttg 

ctgggaattg 

gcatccttcg 

agccttgttg 

gttgttgatg 

atgttaggaa 

gcatgcgaat 



tgcagactct 
tcaggagcaa 
actacattgt 
aatacaaggt 
ctgcagatgg 
ggttcgtgtc 
taatcaatgc 
aatgggacct 
agccaaataa 
ttccagacaa 
ttgacaataa 
acttgctagt 
atttgtcagc 
tacgcggtaa 
tacttagtgg 
cgaatcctta 
ccccaaatcc 
aagtttctct 
cttaccccct 
ctcatggttc 
tcaattacta 
gtgacttatt 
acggtttcaa 
aaacattttg 
ggaaagtgct 
cctccacttt 
ggtatgtggg 
tc 



ccttgtgagc 
tggcattgaa 
aatcggtgga 
gcttcttcta 
gtttgcatat 
cgaagatggc 
aggcgtctac 
ggatttggtc 
tcaatcttgg 
tggatttagt 
tggaacgcga 
tgcagttcag 
tattggagtc 
cggagaagtt 
cgttggacca 
tgttgggcag 
aattgaagcc 
gtcaagcttg 
cccaaattcg 
tgtcacgcta 
ttcaaattcc 
aaggacaaag 
ttatttggga 
tctagataat 
tgatgacagt 
cccttacgaa 
ccttcaaatc 



tcgcttgtgg 
gcctacaacg 
ggaacatcag 
gaaagaggca 
aatctgcagc 
attgataatg 
gccagagcta 
aataagacat 
caatctgtta 
ttggatcacg 
catgcggctg 
gcctcagtag 
atatatacgg 
attgttagtg 
gagtcttacc 
tttgtgtatg 
tctgttgtaa 
ccattttcca 
acttttgctc 
aattcatcat 
acagaccttg 
gcattagaac 
gtacctttgc 
gtagcttcat 
ttccgtgtta 
ccaaacagcc 
ctgcaagaaa 



tctccctcgc 
ccactgatac 
ggtgtccatt 
ctattgctac 
aacaagatga 
tgcgagccag 
acatttcatt 
atgagtgggt 
taggagaggg 
aagcaggaac 
atgaactgct 
agaagatcct 
attctgatgg 
cagggacaat 
tatcttctct 
acaatcctcg 
ctgttttagg 
ctccaccctt 
atattgttag 
ctgacgtgag 
ctaattgtgt 
catataaagc 
cagagaacca 
actggcatta 
tggggatcaa 
atcctcaggg 
ggtcaatgca 



tgcggccctg 
aagctcggaa 
ggcagcaact 
agaatacccg 
tggaaagacg 
gatcctcggt 
ctatagtcaa 
tgaagacgcc 
attcttggag 
tagactcacc 
taataaagga 
cttctcttcc 
aaactctcat 
cggaacgcct 
caacatcaca 
taatttcatt 
cattagaagt 
tagtcttttt 
ccaagttcca 
aatcgctcca 
tagcggcatg 
tcgagatgtg 
aacagatgat 
ccacggtgga 
agcattacgc 
cttctatctg 
gtgagcggcc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1632 



<210> 22 
<211> 534 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: Hybrid protein PamHNLSxGOX 
<400> 22 

Met Gin Thr Leu Leu Val Ser Ser Leu Val Val Ser Leu Ala Ala Ala 
15 10 15 

Leu Pro His Tyr lie Arg Ser Asn Gly lie Glu Ala Tyr Asn Ala Thr 
20 25 30 

Asp Thr Ser Ser Glu Gly Ser Tyr Asp Tyr lie Val lie Gly Gly Gly 
35 40 45 

Thr Ser Gly Cys Pro Leu Ala Ala Thr Leu Ser Glu Lys Tyr Lys Val 
50 55 60 



Leu Leu Leu Glu Arg Gly Thr lie Ala Thr Glu Tyr Pro Asn Thr Leu 
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65 



70 



75 



80 



Thr Ala Asp Gly Phe Ala Tyr Asn Leu Gin Gin Gin Asp Asp Gly Lys 
85 90 95 

Thr Pro Val Glu Arg Phe Val Ser Glu Asp Gly lie Asp Asn Val Arg 
100 105 110 

Ala Arg He Leu Gly Gly Thr Thr He He Asn Ala Gly Val Tyr Ala 
115 120 125 

Arg Ala Asn He Ser Phe Tyr Ser Gin Thr Gly He Glu Trp Asp Leu 
130 135 140 

Asp Leu Val Asn Lys Thr Tyr Glu Trp Val Glu Asp Ala He Val Val 
145 150 " 155 160 

Lys Pro Asn Asn Gin Ser Trp Gin Ser Val He Gly Glu Gly Phe Leu 
165 170 " 175 

Glu Ala Gly He Leu Pro Asp Asn Gly Phe Ser Leu Asp His Glu Ala 
180 185 190 

Gly Thr Arg Leu Thr Gly Ser Thr Phe Asp Asn Asn Gly Thr Arg His 
195 200 205 

Ala Ala Asp Glu Leu Leu Asn Lys Gly Asp Pro Asn Asn Leu Leu Val 
210 215 220 

Ala Val Gin Ala Ser Val Glu Lys He Leu Phe Ser Ser Asn Thr Ser 
225 230 " 235 240 

Asn Leu Ser Ala He Gly Val lie Tyr Thr Asp Ser Asp Gly Asn Ser 
245 250 255 

His Gin Ala Phe Val Arg Gly Asn Gly Glu Val He Val Ser Ala Gly 
260 265 270 

Thr He Gly Thr Pro Gin Leu Leu Leu Leu Ser Gly Val Gly Pro Glu 
275 280 285 

Ser Tyr Leu Ser Ser Leu Asn lie Thr Val Val Gin Pro Asn Pro Tyr 
290 295 300 

Val Gly Gin Phe Val Tyr Asp Asn Pro Arg Asn Phe lie Asn He Leu 
305 310 315 320 

Pro Pro Asn Pro lie Glu Ala Ser Val Val Thr Val Leu Gly lie Arg 

325 330 335 

Ser Asp Tyr Tyr Gin Val Ser Leu Ser Ser Leu Pro Phe Ser Thr Pro 
340 345 350 

Pro Phe Ser Leu Phe Pro Thr Thr Ser Tyr Pro Leu Pro Asn Ser Thr 
355 360 365 



Phe Ala His lie Val Ser Gin Val Pro Gly Pro Leu Ser His Gly Ser 
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370 



375 



380 



Val Thr Leu Asn Ser 
385 



Ser Ser Asp 
390 



Val Arg lie Ala Pro 
395 



Asn lie Lys 
400 



Phe Asn Tyr Tyr Ser 
405 

Met Lys Lys Leu Gly 
420 

Lys Ala Arg Asp Val 
435 

Pro Leu Pro Glu Asn 
450 

Leu Asp Asn Val Ala 
465 

Gly Lys Val Leu Asp 
485 



Asn Ser Thr 



Asp Leu Leu 



Leu Gly lie 
440 

Gin Thr Asp 
455 

Ser Tyr Trp 
470 

Asp Ser Phe 



Asp Leu Ala Asn Cys 
410 

Arg Thr Lys Ala Leu 
425 

Asp Gly Phe Asn Tyr 
445 

Asp Ala Ser Phe Glu 
460 

His Tyr His Gly Gly 
475 

Arg Val Met Gly lie 
490 



Val Ser Gly 
415 

Glu Pro Tyr 
430 

Leu Gly Val 
Thr Phe Cys 



Ser Leu Val 
480 

Lys Ala Leu 
495 



Arg Val Val Asp Ala 
500 

Gin Gly Phe Tyr Leu 
515 



Ser Thr Phe 



Met Leu Gly 
520 



Pro Tyr Glu Pro Asn 
505 

Arg Tyr Val Gly Leu 
525 



Ser His Pro 
510 

Gin lie Leu 



Gin Glu Arg Ser Met 
530 



Gin 



<210> 23 
<211> 2087 
<212> DNA 

<213> Prunus amygdalus 



<400> 23 

atggagaaat 

caatattctg 

taattcaaaa 

atatagacgc 

attttgcaga 

gatcatatga 

tatcagaaaa 

acgtcttgac 

cggtcgaaag 

gcacaagcat 

caggagttga 

ttgtgtacaa 

ctggtgttca 

gctcaacttt 

actctaacaa 

caccaggtat 

aggagccaag 

atgattataa 



caacaatgtc 
aggtccactc 
caccaaaaag 
ctgcatagat 
ttttagctac 
ctacgttata 
atacaaggtg 
tgcagatggg 
gttcgtgtcc 
tatcaatgcc 
ttgggacatg 
gccaaattct 
tccaaaccat 
tgacaacaag 
cttgcgagtt 
gttgcatcat 
gtctggaagt 
gcttttctgt 



agctatactg 
gcttgccacg 
gcaatcaaaa 
gcatgtgcta 
ctgagctttg 
gttggcggag 
ctcgttctcg 
tttgtatata 
gaagatggta 
ggtgtctacg 
gatttggtta 
caatcttggc 
ggatttagtt 
ggaacgagac 
ggagttcatg 
gcactccaaa 
acgaataaaa 
aatgtaggtt 



ttggtgttat 
acttctgatc 
agaaaacgga 
tatactttta 
catacgacgc 
gaacatcagg 
aaaggggcag 
atctccagca 
ttgataatgt 
ccagagctaa 
atcagacata 
agtctgttac 
tagatcatga 
atgcagctga 
cctcagtaga 
attaatattt 
tttcattatt 
tgacagctac 



acatttttgt 
atggtaaatc 
aaaaagtgta 
aaaactcttc 
cactgatcta 
gtgtccattg 
tcttccgaca 
agaagatgat 
acggggcagg 
cacctcaatc 
tgagtgggtt 
aaaaactgca 
agaaggaact 
tgaacttctt 
gaagatcatc 
tgtcatttta 
ttccttggat 
aggagtcata 



cctccatctt 
acttcaaccg 
agaaaagcag 
gtctcttgag 
gagttggaag 
gcagcaactt 
gcatatccca 
ggaaagacac 
gtgctcggtg 
tatagtgcat 
gaagacacta 
ttcttggagg 
agaattaccg 
aataaaggaa 
ttctccaatg 
aaacactagc 
ttgtttgata 
tatagggatt 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 
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ctaatggaac 
ggacaattgg 
catctctaaa 
atcctcgtaa 
ytctaggcat 
cacccttcgg 
ttgctagcaa 
atgtgagagt 
attgtgttag 
ataaagttga 
aggaccaaac 
ggcactacca 
ggatcaatgc 
ctcagggctt 
gagtggcttg 
gtgccatggg 
aaatcttgga 



gcctcaccaa 
gacccctcaa 
tattccagtt 
tttcattaac 
ttcaaacgat 
ttttttccct 
agtggcagga 
cagtccaaat 
cggcatgaag 
agatttgccg 
agatgatgca 
cggtggatgc 
attacgcgtt 
ctatctgatg 
tttgtaatga 
caggtatgtg 
ttccctcaag 



gcatttgtac 
cttctactac 
gttctttccc 
attttgcccc 
ttctaccaat 
agtgcatctt 
cctttatcat 
gtcaaattta 
aagattggtg 
ggtgtagaag 
gccttcgaaa 
cttgttggaa 
gttgatggct 
ttagggaggt 
actctatgcc 
ggcattaaaa 
tcagcagcat 



gcagtaaggg 
ttagcggtgt 
atccttacgt 
caaatccaat 
gttctttctc 
atcccctgcc 
atggttctct 
attactattc 
aactcttgag 
gttttaatat 
cattttgccg 
aggtgcttga 
caacattccc 
atgttacaaa 
atatttctct 
ttctgcaaga 
ccttggttct 



agaagttatc 
tgggccagag 
cggacagttt 
tgaacccaca 
gagcttgcca 
aaattcgact 
cacactgaaa 
aaatctgaca 
cacagacgca 
tttgggaatc 
agaatcagta 
tggtgatttc 
ttacacacca 
ttctcaataa 
ttctcatcct 
aagatcagct 
ttaaact 



gtgagtgcag 
tcttacctat 
ctgcatgaca 
attgtaactg 
tttacaactc 
tttgctcact 
tcatcctcca 
gatctttctc 
ttaaaaccat 
cctttgccaa 
gcctcatatt 
cgtgttacag 
gcgagccacc 
ttatttggtt 
ttccattttt 
tcagatctaa 



1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2087 



<210> 24 
<211> 563 
<212> PRT 

<213> Prunus amygdalus 
<400> 24 

Met Glu Lys Ser Thr Met Ser Ala lie Leu Leu Val Leu Tyr lie Phe 
1 5 10 15 

Val Leu His Leu Gin Tyr Ser Glu Val His Ser Leu Ala Thr Thr Ser 
20 25 30 

Asp His Asp Phe Ser Tyr Leu Ser Phe Ala Tyr Asp Ala Thr Asp Leu 
35 40 45 

Glu Leu Glu Gly Ser Tyr Asp Tyr Val He Val Gly Gly Gly Thr Ser 
50 ' 55 60 

Gly Cys Pro Leu Ala Ala Thr Leu Ser Glu Lys Tyr Lys Val Leu Val 
65 " 70 75 80 

Leu Glu Arg Gly Ser Leu Pro Thr Ala Tyr Pro Asn Val Leu Thr Ala 
85 90 95 

Asp Gly Phe Val Tyr Asn Leu Gin Gin Glu Asp Asp Gly Lys Thr Pro 
100 " 105 110 

Val Glu Arg Phe Val Ser Glu Asp Gly He Asp Asn Val Arg Gly Arg 
115 120 125 

Val Leu Gly Gly Thr Ser He He Asn Ala Gly Val Tyr Ala Arg Ala 
130 135 140 

Asn Thr Ser lie Tyr Ser Ala Ser Gly Val Asp Trp Asp Met Asp Leu 
145 ~ 150 155 160 



Val Asn Gin Thr Tyr Glu Trp Val Glu Asp Thr He Val Tyr Lys Pro 
165 170 175 
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Asn Ser Gin Ser Trp Gin Ser Val Thr Lys Thr Ala Phe Leu Glu Ala 
180 185 190 



Gly Val His Pro Asn His Gly Phe Ser Leu Asp His Glu Glu Gly Thr 
195 200 205 

Arg lie Thr Gly Ser Thr Phe Asp Asn Lys Gly Thr Arg His Ala Ala 
210 215 220 

Asp Glu Leu Leu Asn Lys Gly Asn Ser Asn Asn Leu Arg Val Gly Val 
225 230 235 240 

His Ala Ser Val Glu Lys lie lie Phe Ser Asn Ala Pro Gly Leu Thr 
245 250 255 

Ala Thr Gly Val lie Tyr Arg Asp Ser Asn Gly Thr Pro His Gin Ala 
260 265 270 

Phe Val Arg Ser Lys Gly Glu Val lie Val Ser Ala Gly Thr He Gly 
275 280 285 

Thr Pro Gin Leu Leu Leu Leu Ser Gly Val Gly Pro Glu Ser Tyr Leu 
290 295 300 

Ser Ser Leu Asn He Pro Val Val Leu Ser His Pro Tyr Val Gly Gin 
305 310 315 320 

Phe Leu His Asp Asn Pro Arg Asn Phe He Asn He Leu Pro Pro Asn 
325 330 335 

Pro He Glu Pro Thr lie Val Thr Val Leu Gly He Ser Asn Asp Phe 
340 345 350 

Tyr Gin Cys Ser Phe Ser Ser Leu Pro Phe Thr Thr Pro Pro Phe Gly 
355 360 365 

Phe Phe Pro Ser Ala Ser Tyr Pro Leu Pro Asn Ser Thr Phe Ala His 
370 375 380 

Phe Ala Ser Lys Val Ala Gly Pro Leu Ser Tyr Gly Ser Leu Thr Leu 
385 390 395 400 

Lys Ser Ser Ser Asn Val Arg Val Ser Pro Asn Val Lys Phe Asn Tyr 
405 410 415 

Tyr Ser Asn Leu Thr Asp Leu Ser His Cys Val Ser Gly Met Lys Lys 
420 425 430 

He Gly Glu Leu Leu Ser Thr Asp Ala Leu Lys Pro Tyr Lys Val Glu 
435 440 445 

Asp Leu Pro Gly Val Glu Gly Phe Asn lie Leu Gly He Pro Leu Pro 
450 455 460 



Lys Asp Gin Thr Asp Asp Ala Ala Phe Glu Thr Phe Cys Arg Glu Ser 
465 470 475 480 
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Val Ala Ser Tyr Trp His Tyr His 
485 

Leu Asp Gly Asp Phe Arg Val Thr 
500 

Asp Gly Ser Thr Phe Pro Tyr Thr 
515 520 

Tyr Leu Met Leu Gly Arg Tyr Val 
530 535 

Ser Ala Ser Asp Leu Lys lie Leu 
545 550 

Leu Val Leu 



Gly Gly Cys Leu Val Gly Lys Val 
490 495 

Gly He Asn Ala Leu Arg Val Val 
505 510 

Pro Ala Ser His Pro Gin Gly Phe 
525 

Gly He Lys He Leu Gin Glu Arg 
540 

Asp Ser Leu Lys Ser Ala Ala Ser 
555 560 
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